1) indicate that HPV+ patients have gone through similar alterations as HPV-patients, and therefore are not the differentiator of MDR1 methylation associating with tumor.
Supplementary Methods: DNA extraction:
Fresh frozen tissue -Approximately 0.05g of each sample tissue was homogenized in 50mL of 2% trisodium citrate then centrifuged at 10,000g for 10 min. After the supernatants were removed, the pellets were re-suspended in 500µl of trisodium citrate. Centrifugation was repeated, the supernatant was removed, and the pellets were re-suspended in 400ml of enzymatic lysis buffer (20mM Tris HCl, 2 mM EDTA, 1.2% Triton X100, 20 mg/ml lysozyme, 1000U mutanolysin). These solutions were then incubated at 37°C for 1 hr. After 40µl of proteinase K (20mg/ml) and 200µl of Buffer AL (Qiagen) were added, the solutions were incubated at 56°C for 30 min. The QIAmp DNA mini kit (Qiagen, Valencia, CA, USA) was used to complete the DNA purifications.
Factor analysis:
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